The taxonomic position of a lemon-yellow-pigmented actinobacterium, strain K22-21 T , isolated from a soil sample from Lahaul-Spiti Valley in the Indian Himalayas, was determined using a polyphasic approach. 
The genus Agrococcus forms a separate lineage within the family Microbacteriaceae (Park et al., 1993; Rainey et al., 1994; Stackebrandt et al., 1997; Suzuki et al., 1997) . At the time of writing, the genus Agrococcus comprises three species, Agrococcus jenensis (Groth et al., 1996) , Agrococcus citreus (Wieser et al., 1999) and Agrococcus baldri (Zlamala et al., 2002) .
Strain K22-21 T was isolated from a soil sample collected from the Lahaul-Spiti Valley in the Indian Himalayas by the dilution-plating technique on tryptic soy agar medium (TSA; HiMedia) and maintained as glycerol stocks at 270 u C. The reference strains Agrococcus jenensis MTCC 6413 T , Agrococcus citreus MTCC 6410 T and Agrococcus baldri MTCC 6457
T were obtained from the Microbial Type Culture Collection and Gene Bank (MTCC), Chandigarh, India.
Colony and cell morphology were studied according to standard methods (Murray et al., 1994) . Gram reaction was determined using a Gram staining kit (HiMedia) according to the manufacturer's instructions. Growth at different temperatures, pH and NaCl concentrations was examined by growing the strain on basal TSA medium. Catalase production, oxidase activity (with N,N,N9,N9-tetramethyl-pphenylenediamine dihydrochloride) and urea hydrolysis were determined as described by Cowan & Steel (1965) . The following characters were analysed as described by Smibert & Krieg (1994) : decomposition of casein, gelatin, Tween 20 and starch; indole and hydrogen sulfide production; methyl red and Voges-Proskauer tests; acid-fast and endospore staining; and motility. Nitrate reduction was assayed as described by Lanyi (1987) . Utilization of various carbon sources was tested using Biolog GP2 MicroPlates; plates were used according to the manufacturer's instructions with the modification that TSA medium was used instead of Biolog Universal Growth agar medium. The inoculated plates were incubated for 24 h and results were read with a MicroPlate Reader using Microlog 4.2 software to perform automated reading. Acid production from various sugars was tested as described by Smith et al. (1952) . Standard procedures were used to determine the cell-wall sugars (Staneck & Roberts, 1974) . Preparation of cell walls and determination of peptidoglycan structure were done as described by Schleifer & Kandler (1972) , with the modification that TLC on cellulose sheets (Merck) was used instead of paper chromatography. Polar lipids and menaquinones were extracted and analysed according to Minnikin et al. (1984) and Kroppenstedt (1982) . The absence of mycolic acids was demonstrated by TLC (Minnikin & Goodfellow, The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain K22-21 T is DQ156908.
The fatty acid compositions of strain K22-21 T and the type strains of the three known Agrococcus species are available as supplementary material in IJSEM Online. All data are from the present study. All four strains do not produce endospores, are catalase-positive and oxidase-negative and grow in the presence of 2 and 4 % NaCl. In Biolog GP2 tests, all are positive for utilization of L-arabinose, D-fructose, D-mannitol, D-ribose and D-xylose and all are negative for utilization of a-cyclodextrin, b-cyclodextrin, glycogen, inulin, mannan, Tweens 40 and 80, Acid production (aerobically) from: 1976). The glycolic acid content of the bacterial cell wall was determined as described by Uchida & Aida (1984) . For cellular fatty acid analysis, the strain was grown on TSA medium at 30 u C for 36 h and fatty acid methyl ester analysis was performed using the Sherlock Microbial Identification System (MIDI) as described previously (Pandey et al., 2002) . Freeze-dried cells for other chemotaxonomic analyses were prepared following growth of the strains in tryptic soy broth (HiMedia) for 4 days at 30 u C. Genomic DNA extraction and amplification, 16S rRNA gene sequencing and phylogenetic analysis were performed as described previously (Mayilraj et al., 2005) . DNA-DNA hybridization was performed by the membrane filter method (Tourova & Antonov, 1987) . The G+C content of the genomic DNA was determined as described by Saha et al. (2005) .
The organism had phenotypic properties, including chemical properties, that were consistent with its classification in the genus Agrococcus. The detailed differential physiological and biochemical properties are listed in Table 1 and further characteristics are given in the species description. The fatty acid compositions of strain K22-21 T and the type strains of the three Agrococcus species are detailed in Supplementary Table S1 in IJSEM Online. To elucidate the phylogenetic position of strain K22-21 T within the genus Agrococcus, an almost complete sequence of the 16S rRNA gene was determined (1454 bases). The 16S rRNA gene sequence of strain K22-21 T generated in this work was aligned with those of the other Agrococcus species retrieved from GenBank. A phylogenetic tree was constructed using the 16S rRNA gene sequences of the three Agrococcus type strains and strain K22-21 T ; Agromyces ramosus DSM 43045 T was used as an outgroup. Strain K22-21
T formed a separate lineage within the genus Agrococcus (Fig. 1) . 16S rRNA gene sequence similarities between strain K22-21 T and Agrococcus jenensis DSM 9580 T , Agrococcus baldri DSM 14215 T and Agrococcus citreus DSM 12453 T were 98?5, 96?8 and 96?6 %, respectively. However, the DNA-DNA relatedness value between strain K22-21 T and Agrococcus jenensis was 55?1 %, which is well below the 70 % cut-off point recommended for the delineation of bacterial species (Wayne et al., 1987) . DNA-DNA relatedness values between strain K22-21
T and the two other Agrococcus type strains were not determined, as it has been shown that organisms with more than 3 % 16S rRNA gene sequence dissimilarity belong to different genomic species (Stackebrandt & Goebel, 1994) . On the basis of the polyphasic data presented above, strain K22-21
T should be placed in the genus Agrococcus as a representative of a novel species; the name Agrococcus lahaulensis sp. nov. is proposed.
Description of Agrococcus lahaulensis sp. nov. 
